ABSTRACT Alteromonas virus vB_AspP-H4/4 is a member of the Podoviridae family and was isolated from North Sea water in the 1970s. The complete double-stranded DNA genome has 47,631 bp with 49 predicted genes.
identified, including a major capsid protein, tail tubular proteins, internal virion proteins, tail fiber proteins, a protease, and terminase small and large subunits. DNA replication proteins included a DNA polymerase, DNA primase, and a DnaB-like helicase. Eight proteins involved in nucleic acid metabolism and transcription were identified, such as thymidylate synthase, ribonucleotide reductase, exonuclease, and two DNA-dependent RNA polymerases. A putative slippery sequence was identified in the two overlapping genes 39 and 40, which code for endolysin and an internal virion protein, respectively, with the latter produced from a Ϫ1 translational frameshift. Accession number(s). The complete genome sequence of Alteromonas virus vB_AspP-H4/4 has been deposited in GenBank under accession no. MF278336.
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